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nucleotide residues shown in SEQ ID NO:43, and where b is greater than or equal to a 
+ 14. 



FEATURES OF PROTEIN ENCODED BY GENE NO: 34 

The computer algorithm BLASTX has been used to determine that the 
translation product of this gene shares sequence homology with, as a non-limiting 
example, the sequence accessible through the following database accession no. 
gi!57671 (all information available through the recited accession number is 
incorporated herein by reference) which is described therein as "ribonuclease 
inhibitor [Rattus norvegicus]." A partial alignment demonstrating the observed 
homology is shown immediately below. 



>gi|57671 ribonuclease inhibitor [Rattus norvegicus) >pir | S20597 | S20597 
ribonuclease inhibitor - rat 
Length — 4 56 



Plus Strand HSPs: 

Score = 519 (182.7 bits), Expect - 3.6e-49, P - 3.6e-49 
Identities = 123/325 (37%), Positives - 170/325 (52%), Frame = +1 
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VL + L LR t, L DD 

S: 353 WELCKALGYPDTVLRVLWLGDCDVTD 379 

The segment of gil57671 that is shown as "S" above is set out in the sequence 
5 listing as SEQ ID NO. 143. Based on the structural similarity these homologous 

polypeptides are expected to share at least some biological activities. Such activities 
are known in the art, some of which are described elsewhere herein. Assays for 
determining such activities are also known in the art, some of which have been 
described elsewhere herein. 
10 Preferred polypeptides of the invention comprise a polypeptide having the 

amino acid sequence set out in the sequence listing as SEQ ID NO. 144 which 
corresponds to the "Q" sequence in the alignment shown above (gaps introduced in a 
sequence by the computer are, of course, removed). 

It has been discovered that this gene is expressed primarily in the following 
15 tissues/cDNA libraries: Human Testes Tumor and to a lesser extent in Soares fetal 

liver spleen 1NFLS; NCI_CGAP_GCB1; Human Testes; Human Endometrial Tumor; 
Soares placenta Nb2HP; Soares infant brain 1NIB; 12 Week Old Early Stage Human, 
II; Human Uterine Cancer; Human Whole Six Week Old Embryo; Activated T-Cell 
(12hs)/Thiouridine labelledEco; Spleen, Chronic lymphocytic leukemia and 
20 Soares_placenta_8to9weeks_2NbHP8to9W. 

Preferred epitopes include those comprising a sequence shown in SEQ ID NO. 
93 as residues: Asp-194 to Leu-199, Ile-206 to Pro-21 1, GIu-224 to Ser-229. 

Many polynucleotide sequences, such as EST sequences, are publicly 
available and accessible through sequence databases. Some of these sequences are 
25 related to SEQ ID NO:44 and may have been publicly available prior to conception of 
the present invention. Preferably, such related polynucleotides are specifically 
excluded from the scope of the present invention. To list every related sequence 
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would be cumbersome. Accordingly, preferably excluded from the present invention 
are one or more polynucleotides comprising a nucleotide sequence described by the 
general formula of a-b, where a is any integer between 1 to 1978 of SEQ ID NO:44, b 
is an integer of 15 to 1992, where both a and b correspond to the positions of 
5 nucleotide residues shown in SEQ ID NO:44, and where b is greater than or equal to a 
+ 14. 



FEATURES OF PROTEIN ENCODED BY GENE NO: 35 

The computer algorithm BLASTX has been used to determine that the 

10 translation product of this gene shares sequence homology with, as a non-limiting 
example, the sequence accessible through the following database accession no. 
gil2559012 (all information available through the recited accession number is 
incorporated herein by reference) which is described therein as "chaperonin 
containing t-complex polypeptide 1, beta subunit; CCT-beta [Homo sapiens]." A 

15 partial alignment. demonstrating the observed homology is shown immediately below. 



>gi| 2559012 (AF026293) chaperonin containing t-coraplex polypeptide 1, beta 
subunit; CCT-beta [Homo sapiens] >gi|2559012 (AF026293) 

chaperonin 

containing t-complex polypeptide 1, beta subunit; CCT-beta 

[ Homo 

sapiens) >gi| 4090929 (AF026166) chaperonin-containing TCP-1 

beta 

subunit homolog [Bomo sapiens] >sp (G4090929 | G4090929 
CHAPERONIN-CONTAINING TCP-1 BETA SUBUNIT HOMOLOG. 
>sp|G2559012|G2559012 CHAPERONIN CONTAINING T— COMPLEX 

POLYPEPTIDE 

1, BETA SUBUNIT. >gi | 1871210 T-complex protein 1, Beta subunit 
(TCP-1-beta) [Homo sapiens] {SUB 1-217} 
Length - 535 

Plus Strand HSPs: 

Score = 2610 (918.8 bits). Expect « 9.4e-271, P = 9.4e-271 
35 Identities = 525/535 (98%), Positives = 525/535 (98%), Frame = +2 

Q: 92 MAS L SLAP VN IFKAGADEERABT ARLTSFI GAI A I GDL VKSTLGPKGMDK I LLS SGRDAS 271 



20 



25 



30 
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What Is Claimed Is: 

1. An isolated nucleic acid molecule comprising a polynucleotide having 
a nucleotide sequence at least 95% identical to a sequence selected from the group 
5 consisting of: 

(a) a polynucleotide fragment of SEQ ID NO:X or a polynucleotide fragment 
of the cDNA sequence included in ATCC Deposit No:Z, which is hybridizable to 
SEQ ID NO:X; 

(b) a polynucleotide encoding a polypeptide fragment of SEQ ID NO:Y or a 
10 polypeptide fragment encoded by the cDNA sequence included in ATCC Deposit 

No:Z, which is hybridizable to SEQ ID NO:X; 

(c) a polynucleotide encoding a polypeptide domain of SEQ ID NO:Y or a 
polypeptide domain encoded by the cDNA sequence included in ATCC Deposit 
No:Z, which is hybridizable to SEQ ID NO:X; 

15 (d) a polynucleotide encoding a polypeptide epitope of SEQ ID NO:Y or a 

polypeptide epitope encoded by the cDNA sequence included in ATCC Deposit 
No:Z, which is hybridizable to SEQ ID NO:X; 

(e) a polynucleotide encoding a polypeptide of SEQ ID NO:Y or the cDNA 
sequence included in ATCC Deposit No:Z, which is hybridizable to SEQ ID NO:X, 

20 having biological activity; 

(f) a polynucleotide which is a variant of SEQ ID NO:X; 

(g) a polynucleotide which is an allelic variant of SEQ ID NO:X; 

(h) a polynucleotide which encodes a species homologue of the SEQ ID 

NO:Y; 
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(i) a polynucleotide capable of hybridizing under stringent conditions to any 
one of the polynucleotides specified in (a)-(h), wherein said polynucleotide does not 
hybridize under stringent conditions to a nucleic acid molecule having a nucleotide 
sequence of only A residues or of only T residues. 

2. The isolated nucleic acid molecule of claim 1, wherein the 
polynucleotide fragment comprises a nucleotide sequence encoding a secreted 
protein. 

3. The isolated nucleic acid molecule of claim 1, wherein the 
polynucleotide fragment comprises a nucleotide sequence encoding the sequence 
identified as SEQ ID NO:Y or the polypeptide encoded by the cDNA sequence 
included in ATGC Deposit No:Z, which is hybridizable to SEQ ID NO:X. 

4. The isolated nucleic acid molecule of claim 1, wherein the 
polynucleotide fragment comprises the entire nucleotide sequence of SEQ ID NO:X 
or the cDNA sequence included in ATCC Deposit No:Z, which is hybridizable to 
SEQ ID NO:X. 

5. The isolated nucleic acid molecule of claim 2, wherein the nucleotide 
sequence comprises sequential nucleotide deletions from either the C-terminus or the 
N-terminus. 

6. The isolated nucleic acid molecule of claim 3, wherein the nucleotide 
sequence comprises sequential nucleotide deletions from either the C-terminus or the 
N-terminus. 
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7. 



A recombinant vector comprising the isolated nucleic acid molecule of 



claim 1. 



8. 



A method of making a recombinant host cell comprising the isolated 



nucleic acid molecule of claim 1. 



9. 



A recombinant host cell produced by the method of claim 8. 



10. The recombinant host cell of claim 9 comprising vector sequences. 

11. An isolated polypeptide comprising an amino acid sequence at least 
95% identical to a sequence selected from the group consisting of: 

(a) a polypeptide fragment of SEQ ID NO: Y or the encoded sequence 
included in ATCC Deposit No:Z; 

(b) a polypeptide fragment of SEQ ID NO: Y or the encoded sequence 
included in ATCC Deposit No:Z, having biological activity; 

(c) a polypeptide domain of SEQ ID NO:Y or the encoded sequence included 
in ATCC Deposit No:Z; 

(d) a polypeptide epitope of SEQ ID NO: Y or the encoded sequence included 
in ATCC Deposit No:Z; 

(e) a secreted form of SEQ ID NO:Y or the encoded sequence included in 
ATCC Deposit No:Z; 

(0 a full length protein of SEQ ID NO:Y or the encoded sequence included in 
ATCC Deposit No:Z; 

(g) a variant of SEQ ID NO:Y; 
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(h) an allelic variant of SEQ ID NO: Y ; or 

(i) a species homologue of the SEQ ID NO:Y. 

12. The isolated polypeptide of claim 1 1, wherein the secreted form or the 
full length protein comprises sequential amino acid deletions from either the C- 

5 terminus or the N-terminus. 

13. An isolated antibody that binds specifically to the isolated polypeptide 
of claim 11. 

10 14. A recombinant host cell that expresses the isolated polypeptide of 

claim 11. 

15. A method of making an isolated polypeptide comprising: 

(a) culturing the recombinant host cell of claim 14 under conditions such that 
15 said polypeptide is expressed; and 

(b) recovering said polypeptide. 

16. The polypeptide produced by claim 15. 

20 17. A method for preventing, treating, or ameliorating a medical condition, 

comprising administering to a mammalian subject a therapeutically effective amount 
of the polypeptide of claim 11 or the polynucleotide of claim 1. 

18. A method of diagnosing a pathological condition or a susceptibility to 
25 a pathological condition in a subject comprising: 
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(a) determining the presence or absence of a mutation in the polynucleotide of 
claim 1; and 

(b) diagnosing a pathological condition or a susceptibility to a pathological 
condition based on the presence or absence of said mutation. 

19. A method of diagnosing a pathological condition or a susceptibility to 
a pathological condition in a subject comprising: 

(a) determining the presence or amount of expression of the polypeptide of 
claim 1 1 in a biological sample; and 

(b) diagnosing a pathological condition or a susceptibility to a pathological 
condition based on the presence or amount of expression of the polypeptide. 

20. A method for identifying a binding partner to the polypeptide of claim 
11 comprising: 

(a) contacting the polypeptide of claim 1 1 with a binding partner; and 

(b) determining whether the binding partner effects an activity of the 
polypeptide. 

21. The gene corresponding to the cDNA sequence of SEQ ID NO:Y. 

22. A method of identifying an activity in a biological assay, wherein the 
method comprises: 

(a) expressing SEQ ID NO:X in a cell; 

(b) isolating the supernatant; 

(c) detecting an activity in a biological assay; and 

(d) identifying the protein in the supernatant having the activity. 
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23. The product produced by the method of claim 20. 



BNSDOCID: <WO 0061620A1 I > 



WO 00/61620 



PCT/USOO/09069 



32 



<400> 43 

aaantaaccc tcactaaagg gaacaaaagc tggagcncca ccgcggtgkc rtmsgcwmta 60 

gwwccggtsc acgwccctra cttcgggctt gttcgctggt ggcgtcggag ccgagccgga 120 

ctggtcagga tgatcacgga cgtgcagctc gccatcttcg ccaacatgct gggcgtgtcg 180 

ctcttcttgc ttgtcgttct ctatcactac gtggccgtca acaatcccaa gaagcaggaa 24 0 

tgaaagtggc gctttctccg ccccagggtt ccaggacata gtctgaggca agatggaggg 300 

tatgaggggc cttcacactt cacttcatcc cttcctaccc atcacaacat acaaagcaac 360 

tacacctgga tttttccaaa caacttttat ttcctcagag tct-tccttaa tcctatggaa 420 

caagaagctg ccactgaata gggcccagta taggggcttg cttttctact ccctcccccc 480 

aatataaaaa tatagacttt taaaaaaaaa caaaaaaaaa aaaa 52 4 



<210> 44 

<211> 1992 

<212> DNA 

<213> Homo sapiens 



<400> 44 

gcatcctccg ccaggacaga gtctccaaag gctgctactc cttcatccac ctcagcttcc 60 

agcagtttct cactgccctg ttctacaccc tggagaagga ggaggaagag gatagggacg 120 

gccacrmctg gkacattggg gacgtacaga agytgstttc cggagtagra agactcagga 180 

accccgacct gatccaagca ggctactact ccttcggcct cgctaacgag aagagagcca 240 

aggagttgga ggccactttt ggctgccsga tgtcaccgga catcaaacag gaattgctgc 300 

gat.gcga.cat: aagttgtaag ggtggacatt caacggtgac agacctgcag garctgctcg 360 

gctgtctgta cgagtctcag gaggaggagc tggtgaagga ggtgatggct caktrtcaaag 420 

aaatatccct gcacttaaat gcagtagacg ttgtgccatc ttcattctgc gtcaagcact 4 80 

gtcgaaacct. gcagaaaatg tcactgcagg taataaagga gaatctcccg gagaatgtca 540 

ctgcgtctga atmagacgcc gaggttkaga gatcccagga tgatcagcac awgcttcctt 600 

tytggacgga cctttgttcc atatttggga tcaaataasg agatgggtct agcaatcaat 660 

gatagctttc tcagtgcctc cctartaagg atcctgtgtg aacaaatagc ctctgacacc 720 

tgtcatctcc agagagtggt gttcaaaaac atttccccag ctgatgctca tcggaacctc 7 80 

tgcctagctc ttcgaggtca caagactgta acgtatctga cccttcaagg caatgaccag 840 

gatgatatgt ttcccgcatt gtgtgaggtc ttgagacatc cagaatgtaa cctgcgatat 900 

ctcgggttgg tgtcttgttc cgctaccact cagcagtggg ctgatctctc cttggccctt 960 

gaagtcaacc agtccctgac gtgcgtaaac ctctccgaca atgagcttct ggatgagggt 1020 

gctaagttgc tgtacacaac tttgagacac cccaagtgct ttctgcagag gttgtcgttg 1080 

gaaaactgtc accttacaga agccaattgc aaggaccttg ctgctgtgtt ggttgtcagc 1140 

cgggagctga cacacctgtg cttggccaag aaccccattg ggaatacagg ggtgaagttt 1200 

ctgtgtgagg gcttgaggta ccccgagtgt aaactgcaga ccttggtgct ttggaactgc 1260 

gacataacta gcgatggctg ctgcgatctc acaaagcttc tccaagaaaa atcaagcctg 1320 

ttgtgtttgg atctggggct gaatcacata ggagttaagg gaatgaagtt cctgtgtgag 1380 

gctttgagga aaccactgtg caacttgaga tgtctgtggt tgtggggatg ttccatccct 14 40 

ccgttcagtt gtgaagacct ctgctctgcc ctcagctgca accagagcct cgtcactctg 1500 

gacctgggtc agaatccctt ggggtctagt ggagtgaaga tgctgtttga aaccttgaca 1560 

tgttccagtg gcaccctccg gacactcagg ttgaaaatag atgactttaa tgatgaactc 1620 

aataagctgc tggaagaaat agaagaaaaa aacccacaac tgattattga tactgagaaa 1680 

catcatccct gggaagaaag gccttcttct catgacttca tgatctgaat ccccccgagt 1740 

cattcattct ccatgaagtc atcgattttc caggtgtggg tgaactgcct gtgactcctc 1800 

tcctcccccg cccctacccc tcagggataa tgagttcatt gctgggctag atgttttagc 1860 

catgattctg cctctgtttt atacctgcac acgtccttat ctttgttaca tatgaaatat 192 0 

ctgtatcacg ggtatattga gagaaataaa. ggtgagagca ttcacaaaaa aaaaaaaaaa 1980 
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aaaaaactcg ag 199 2 



<210> 45 

<211> 1973 

<212> DNA 

<213> Homo sapiens 



<400> 45 

ggcacgagcg tcacttccgg cttccttcag tccgctggtc ccgagcacga gctgtgaggg 60 

gattcacttg tgtgcggaac tcctcggaac catggcgtcc c-tttcccttg cacctgttaa 12 0 

catctttaag gcaggagctg atgaagagag agcagagaca gctcgtctga cttcttttat 180 

tggtgccatc gccattggag acttggtaaa gagcaccttg ggacccaaag gcatggacaa 24 0 

aattcttcta agcagtggac gagatgcctc tcttatggta accaatgatg gtgccactat 300 

tctaaaaaac attggtgttg acaatccagc agctaaagtt t-tagttgata tgtcaagggt 360 

tcaagatgat gaagttggtg atggcactac ctctgttacc gttttagcag cagaattatt 420 

aagggaagca gaatctttaa ttgcaaaaaa gattcatcca cagaccatca tagcggg-ttg 480 

gagagaagcc acgaaggctg caagagaggc gctgttgagt tctgcagttg atcatgg-ttc 54 0 

cgatgaagtt aaattccgtc aagatttaat gaatattgcg ggcacaacat tatcctcaaa 600 

acttcttact catcacaaag accactttac aaagttagct gtagaagcag ttctcagact 660 

gaaaggctct ggcaacctgg aggcaattca tattatcaag aagctaggag gaagtttggc 72 0 

agattcctat ttagatgaag gcttcctgtt ggataaaaaa attggagtaa atcaaccaaa 780 

acgaattgaa aatgctaaaa ttcttattgc aaatactggt atggatacag acaaaataaa 84 0 

gatatttggt tcccgggtaa gagttgactc tacagcaaag gttgcagaaa tagaacatgc 900 

ggaaaaggaa aaaatgaagg agaaagttga acgtattctt aagcatggaa taaattgctt 960 

tattaacagg caattaattt ataattatcc tgaacagctc tttggtgctg ctggtgtcat 102 0 

ggctattgag catgcagatt ttgcaggtgt: ggaacgccta gctcttgtca caggtggtga 1080 

aattgcctct acctttgatc acccagaact ggfcgaagctt ggaagttgca aacttatcga 1140 

ggaagtcatg attggagaag acaaactcat tcacttttct ggggttgccc ttggtgaggc 1200 
ttgtaccatt gtt-btgcgtg gtgccactca acaaatttta gatgaagcag aaagatcatt * 1260 

gcatgatgct ctttgtgttc ttgcgcaaac tgtaaaggac tctagaacag tttatggagg 1320 

aggctgttct gagatgttga tggctcatgc tgtgacacag cttgccaata gaacaccagg 1380 

caaagaagct gttgcaatgg agtcttatgc taaagcactg agaatgttgc caaccatcat 144 0 

agctgacaat gcaggctatg acagtgcaga cctggtggca cagctcaggg ctgctcacag 1500 

tgaaggcaat accactgctg gattggatat gagggaaggc accattggag atatggctat 1560 

cctgggtata acagaaagtt ttcaagtgaa gcgacaggtt cttctgagtg cagctgaagc 1620 

agcagaggtg attctgcgtg tggacaacat catcaaagcg gcacccagga aacgtgtccc 1680 

tgatcaccac ccctgttaag cattcccacg tgctgtcgat ctttggacca gtt-tctagca 1740 

aagttgtgtt tgaaagatac tctattaaag aagactgtgg aatctgttta tcggtgccca 1800 

ttatatcctt aagtttggat atttagctga ccttcgcttt aacataggtc taatttattt 1860 

gccgtgtcat tttccataca aatcagttga tttaaaaaag ttcatttctc atactgtgca 1920 

ttaaaataaa aatttgaaca attaaaaaaa aaaaaaaaaa aaaaaaaaaa aaa 1973 



<210> 46 

<211> 1924 

<212> DNA 

<213> Homo sapiens 



<400> 46 

ggcacgaggc aaacaaaaat ctccagctgc ccacgttgct ttggtcatga cccttccttc 



60 



1 
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50 55 



<210> 92 
<211> 38 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SITE 
<222> (38) 

<22 3> Xaa equals stop translation 
<400> 92 

Met He Thr Asp Val Gin Leu Ala He Phe Ala Asn Met Leu Gly Val 
1 5 10 15 

Ser Leu Phe Leu Leu Val Val Leu Tyr His Tyr Val Ala Val Asn Asn 
20 25 30 

Pro Lys Lys Gin Glu Xaa 
35 



<210> 93 
<211> 235 
<212> PRT 

<213> Homo sapiens . , 

<220> 

<221> SITE 
<222> ; (235) 

<22 3> Xaa equals stop translation 
<400> 93 

Lys Leu Leu Tyr Thr Thr Leu Arg His Pro Lys Cys Phe Leu Gin Arg 
1 5 10 15 

Leu Ser Leu Glu Asn Cys His Leu Thr* Glu Ala Asn Cys Lys Asp Leu 
20 25 30 

Ala Ala Val Leu Val Val Ser Arg Glu Leu Thr His Leu Cys Leu Ala 
35 40 45 

Lys Asn Pro lie Gly Asn Thr Gly Val Lys Phe Leu Cys Glu Gly Leu 
50 55 60 

Arg Tyr Pro Glu Cys Lys Leu Gin Thr Leu Val Leu Trp Asn Cys Asp 
65 70 75 80 

lie Thr Ser Asp Gly Cys Cys Asp Leu Thr Lys Leu Leu Gin Glu Lys 
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85 90 95 

Ser Ser Leu Leu Cys Leu Asp Leu Gly Leu Asn His lie Gly Val Lys 
100 105 110 

Gly Met Lys Phe Leu Cys Glu Ala Leu Arg Lys. Pro Leu Cys Asn Leu 
115 120 125 

Arg Cys Leu Trp Leu Trp Gly Cys Ser lie Pro Pro Phe Ser Cys Glu 
130 135 140 

Asp Leu Cys Ser Ala Leu Ser Cys Asn Gin Ser Leu Val Thr Leu Asp 
145 150 155 160 

Leu Gly Gin Asn Pro Leu Gly Ser Ser Gly Val Lys Met Leu Phe Glu 
165 170 175 

Thr Leu Thr Cys Ser Ser Gly Thr Leu Arg Thr Leu Arg Leu Lys lie 
180 185 190 

Asp Asp Phe Asn Asp Glu Leu Asn Lys Leu Leu Glu Glu lie Glu Glu 
195 200 205 

Lys Asn Pro Gin Leu lie lie Asp Thr Glu Lys His His Pro Trp Glu 
210 215 220 

Glu Arg Pro Ser Ser His Asp Phe Met lie Xaa 
225 230 235 



<210> 94 .. ^ 

<211> 9 

<212>- PRT - ' 

<2 1 3> Homo sapiens 

<220> 

<221> SITE 
<222> (9) 

<223> Xaa equals stop translation 
<400> 94 

Ser Leu Phe Trp Gly Cys Pro Trp Xaa 
1 5 



<210> 95 

<211> 42 

<212> PRT 

<213> Homo sapiens 



<220> 



1 
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Glu Ser Leu Trp Val Lys Thr Cys Ser Leu Thr Ala Ala Ser Cys Pro 
260 265 270 

His Phe Cys Ser Val Leu Thr Lys Asn Ser Ser Leu Phe Glu Leu Gin 
275 280 285 

Met ser Ser Asn Pro Leu Gly Asp Ser Gly Val Val Glu Leu Cys Lys 
290 295 300 

Ala Leu Gly Tyr Pro Asp Thr Val Leu Arg val Leu Trp Leu Gly Asp 
305 310 315 320 

Cys Asp Val Thr Asp 
325 



<210> 144 

<211> 325 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> SITE 

<222> (16) 

<223> Xaa equals any of the naturally occurring L- ami no acids 

<400> 144 

Glu Met Gly Leu Ala He Asn Asp Ser Phe Leu Ser Ala Ser Leu Xaa 
1 5 10 15 

Arg lie Leu Cys Glu Gin .lie Ala Ser Asp Thr Cys His Leu Gin Arg 
20/ 25 30 

Val Val Phe Lys Asn lie Ser Pro Ala Asp Ala His Arg Asn Leu Cys 
35 40 45 

Leu Ala Leu Arg Gly His Lys Thr val Thr Tyr Leu Thr Leu Gin Gly 
50 55 60 

Asn Asp Gin Asp Asp Met Phe Pro Ala Leu Cys Glu Val Leu Arg His 
65 70 75 80 

Pro Glu Cys Asn Leu Arg Tyr Leu Gly Leu val Ser Cys Ser Ala Thr 
85 90 95 

Thr Gin Gin Trp Ala Asp Leu Ser Leu Ala Leu Glu Val Asn Gin ser 
100 105 110 

Leu Thr Cys Val Asn Leu Ser Asp Asn Glu Leu Leu Asp Glu Gly Ala 
115 120 125 



m *9e Blank (um) 



WO 00/61620 



PCT/US00/09069 



99 



Lys Leu Leu Tyr Thr Thr Leu Arg His Pro Lys Cys Phe Leu Gin Arg 
130 135 140 

Leu Ser Leu Glu Asn Cys His Leu Thr Glu Ala Asn Cys Lys Asp Leu 
145 150 155 160 

Ala Ala val Leu Val Val Ser Arg Glu Leu Thr His Leu Cys Leu Ala 
165 170 175 

Lys Asn Pro lie Gly Asn Thr Gly val Lys Phe Leu Cys Glu Gly Leu 
180 185 190 

Arg Tyr Pro Glu Cys Lys Leu Gin Thr Leu Val Leu Trp Asn Cys Asp 
195 200 205 

lie Thr Ser Asp Gly Cys Cys Asp Leu Thr Lys Leu Leu Gin Glu Lys 
210 215 220 

Ser Ser Leu Leu Cys Leu Asp Leu Gly Leu Asn His lie Gly Val Lys 
225 230 235 240 

Gly Met Lys Phe Leu Cys Glu Ala Leu Arg Lys Pro Leu Cys Asn Leu 
245 250 255 

Arg Cys Leu Trp Leu Trp Gly Cys Ser lie Pro Pro Phe Ser Cys Glu 
260 265 270 

Asp Leu Cys Ser Ala Leu Ser Cys Asn Gin Ser Leu Val Thr Leu Asp 
275 280 285 

Leu Gly Gin Asn Pro Leu Gly Ser Ser Gly Val Lys Met: Leu Phe Glu 
290 295 300 

Thr Leu Thr Cys Ser Ser Gly Thr Leu Arg Thr Leu Arg Leu Lys lie 
305 310 315 320 

Asp Asp Phe Asn Asp 
325 



<210> 145 
<211> 535 
<212> PRT 

<213> Homo sapiens 
<400> 145 

Met Ala Ser Leu Ser Leu Ala Pro Val Asn lie Phe Lys Ala Gly Ala 
15 10 15 



Asp Glu Glu Arg Ala Glu Thr Ala Arg Leu Thr Ser Phe lie Gly Ala 
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